Here, we introduce an aligned database of protein kinase structures that can be efficiently explored by sequence, structure, or by ATP pocket ligand (type or similarity). We also discuss an automated protocol for kinase identification, classification and superposition that relies on a curated reference set of structures and sequences covering the wide variety of human protein kinases.
Here, we introduce an aligned database of protein kinase structures that can be efficiently explored by sequence, structure, or by ATP pocket ligand (type or similarity). We also discuss an automated protocol for kinase identification, classification and superposition that relies on a curated reference set of structures and sequences covering the wide variety of human protein kinases. Open access provides opportunities to our colleagues in other parts of the globe, by allowing anyone to view the content free of charge.
Publish with ChemistryCentral and every scientist can read your work free of charge 
